Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.005 Å; R factor = 0.040; wR factor = 0.080; data-to-parameter ratio = 15.2.
The crystal structure of the title compound, C 9 H 9 N 2 + Á-H 2 PO 4 À ÁH 3 PO 4 , is stabilized by N-HÁ Á ÁO and O-HÁ Á ÁO hydrogen-bonding interactions, resulting in a two-dimensional network. 
Related literature

Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). (Liu et al., 2008; Yang et al., 2008) . Continuing our research in this important field (Xia et al., 2009) , we now report the preparation and crystal structure of the title compound, (I).
The asymmetric unit of the title compound contains one 2-phenylimidazole cation, one dihydrogen phosphate anion and one phosphoric acid molecule (Fig. 1) . The structure is stabilized by the O-H···O and N-H···O H-bonding interactions (Table 1) ; a rather weak interaction of the type C-H···O is also present in the structure.
A mixture of 2-phenylimidazole (0.5 mmol), phosphoric acid (1 mmol) and H 2 O (30 mmol) was mixed. After two weeks, colorless crystals of (I) were yielded at room temperature (18% yield).
Refinement
All H atoms on C and N atoms were positioned geometrically with distances O-H, N-H and C-H = 0.82, 0.86 and 0.93 Å, respectively, and were refined in riding mode, with U iso (H) = 1.5U eq (O) and 1.2U eq (C/N).
Figures Fig. 1 . The structure of (I), showing the atomic numbering scheme. Displacement ellipsoids are drawn at the 30% probability level.
2-Phenylimidazole dihydrogen phosphate phosphoric acid
Crystal data 
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å
